GENETIC MOTIF EXTRACTING AND PROCESSING APPARATUS, 
GENETIC MOTIF EXTRACTING AND PROCESSING METHOD, AND 
RECORDING MEDIUM RECORDED WITH GENETIC MOTIF 
EXTRACTING AND PROCESSING PROGRAM 

This application is a continuation of PCT/JP99/01693 filed on 
March 31, 1999. 

TECHNICAL FIELD 

The present invention relates to a technique for automatically 
extracting genetic motifs, and particularly to a technique for improving a 
genetic motif extracting efficiency. 

BACKGROUND ART 

Recent progress of genetic engineering has brought rapid 
progress of a technique for determining a gene arrangement such as 
expressed by a DWA sequence and/or an amino acid sequence. Further, 
Jhe genome project is being conducted worldwide so as to clarify all gene 
^arrangements of specific organisms, for various species including human 
being. As such, databases of gene arrangement information have been 
increased explosivelV so as to effectively utilize those previously 
clarified gene arrangement information. 

Most of these gene arrangements have been clarified about the 
arrangement information thereof, but the functions and structures thereof 
are unknown. Effective methods for presuming such functions and 
structures of such genes from the gene arrangements include the 
extraction of motifs having characteristic regularities. To this end, the 
present applicant has proposed a technique for automatically extracting 
motifs by comparing a plurality of gene arrangement information with one 
another, in a prior Japanese Patent Application of the present applicant 
(see Japanese Unexamined Patent Publication No. 7-274965). 

According to such a motif extracting technique, however, those 
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extracted motifs have been merely printed out from a printer or output as 
a file into a database, so that the extracted motifs have not been fully 
reutilized in fact. As such, when adding the extracted motifs to the gene 
arrangement information to extract motifs again in order to promote 
clarification of functions and structures of genes, it has been necessary 
for a human operator to input the extracted motif information. However, 
in such a conventional technique, there has been an inevitable limitation 
in improvement of a motif extracting efficiency, resulting in difficulty in 
further improving the motif extracting efficiency. 

The present invention has been carried out in view of the 
conventional problems as described above, and it is therefore an object 
of the present invention to provide a technique for improving a motif 
extracting efficiency for presuming functions, structures and the like of 
genes, by adding a mechanism for reutilizing extracted motifs. 

DISCLOSURE OF THE INVENTION 

As a first aspect to achieve the aforementioned object, the present 
invention provides a genetic motif extracting and processing apparatus 
comprising: gene arrangement information storing means for storing 
clarified gene arrangement information; gene arrangement information 
inputting means for inputting at least one piece of gene arrangement 
information; motif extracting means for extracting a genetic motif from 
the gene arrangement information input by the gene arrangement 
information inputting means; gene arrangement information retrieving 
means for retrieving, based on the motif extracted by said motif 
extracting means, gene arrangement information including said motif as a 
part thereof, from said gene arrangement information storing means; and 
gene arrangement information adding means for adding, the gene 
arrangement information retrieved by the gene arrangement information 
retrieving means, to the gene arrangement information input by the gene 
arrangement information inputting means. 

According to such a constitution, when extracting a genetic motif, 
at least one piece of gene arrangement information is input through the 
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gene arrangement information inputting means. Then, a genetic motif is 
extracted from the input gene arrangement information by the motif 
extracting means. Further, gene arrangement information including, as a 
part thereof, the extracted motif is retrieved from the gene arrangement 
information storing means, by the gene arrangement information 
retrieving means. The retrieved gene arrangement information is added 
by the gene arrangement information adding means, as required, to the 
gene arrangement information input by the gene arrangement information 
inputting means. Thereafter, motif extraction by the motif extracting 
means and retrieval of gene arrangement information by the gene 
arrangement information retrieving means are repeated, to thereby clarify 
functions and structures of gene arrangement information gradually. 
Namely, the gene arrangement information including, as a part thereof, 
the extracted motif can be added to the input gene arrangement 
information, so that the extracted motif is reutilized to thereby improve a 
motif extracting efficiency for presuming functions and structures of 
genes. 

The genetic motif extracting and processing apparatus may further 
comprise: motif extraction range designating means for designating, in 
the gene arrangement information input by the gene arrangement 
information inputting means, a motif extraction range for the motif 
extracting means; wherein the motif extracting means extracts a genetic 
motif from within the extraction range designated by the motif extraction 
range designating means. 

According to such a constitution, if a motif extraction range is 
designated by the motif extraction range designating means, a genetic 
motif is extracted from within the designated extraction range. Thus, from 
among input gene arrangement information of various organisms, only 
gene arrangement information of similar organisms can be designated as 
an extraction range, to thereby facilitate clarification of functions and 
structures of gene arrangements. 

Further, the genetic motif extracting and processing apparatus 
may further comprise gene arrangement information editing means for 
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editing the gene arrangement information. 

According to such a constitution, various editions are conducted 
for the gene arrangement information by the gene arrangement 
information editing means, thereby allowing motif extraction along with 
an intention of a user. 

In addition, the genetic motif extracting and processing apparatus 
may further comprise motif editing means for editing the motif extracted 
by the motif extracting means. 

According to such a constitution, various editions are conducted 
for the extracted motif by the motif editing means, thereby allowing 
retrieval of gene arrangement information along with an intention of a 
user. 

The genetic motif extracting and processing apparatus may further 
comprise alignment means for alignment-processing a plurality of gene 
arrangement information input by the gene arrangement information 
inputting means. 

According to such a constitution, since the input plurality of gene 
arrangement information is alignment-processed by the alignment means, 
gene arrangement information assumed to be necessary may be input 
randomly, thereby enabling improvement of an input operation efficiency 
of gene arrangement information. Further, since users are allowed to 
visually understand similar regions among the input plurality of gene 
information, it becomes possible to readily designate a motif extraction 
range by the motif extraction range designating means. 

The genetic motif extracting and processing apparatus may further 
comprise motif storing means for storing motifs; and motif registering 
means for registering the motif extracted by the motif extracting means 
into the motif storing means. 

According to such a constitution, the extracted motif is registered 
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into the motif storing means by the motif registering means, so that it 
becomes possible for another human operator to reutilize the extracted 
motif, thereby allowing improvement of a working efficiency for clarifying 
functions and structures of gene arrangement information. 

The genetic motif extracting and processing apparatus may further 
comprise motif displaying means for displaying at least one motif from 
those motifs registered in the motif storing means. 

According to such a constitution, since motifs registered in the 
motif registering means are displayed as required, various motifs can be 
readily compared with one another so that clarification of functions and 
structures of gene arrangements can be readily performed. 

As a second aspect to achieve the aforementioned object, the 
present invention provides a genetic motif extracting and processing 
method comprising: a gene arrangement information inputting process for 
inputting at least one piece of gene arrangement information; a motif 
extracting process for extracting a genetic motif from the gene 
arrangement information input by the gene arrangement information 
inputting process; a gene arrangement information retrieving process for 
retrieving, based on the motif extracted by said motif extracting process, 
gene arrangement information including said motif as a part thereof, from 
a gene arrangement information database; and a gene arrangement 
information adding process for adding, the gene arrangement information 
retrieved by the gene arrangement information retrieving process, to the 
gene arrangement information input by the gene arrangement information 
inputting process. 

According to such a constitution, when extracting a genetic motif, 
at least one piece of gene arrangement information is input through the 
gene arrangement information inputting process. Then, a genetic motif is 
extracted from the input gene arrangement information by the motif 
extracting process. Further, gene arrangement information including, as 
a part thereof, the extracted motif is retrieved from the gene arrangement 
information database, by the gene arrangement information retrieving 
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process. The retrieved gene arrangement information is added by the 
gene arrangement information adding process, as required, to the gene 
arrangement information input by the gene arrangement information 
inputting process. Thereafter, motif extraction by the motif extracting 
process and retrieval of gene arrangement information by the gene 
arrangement information retrieving process are repeated, to thereby 
clarify functions and structures of gene arrangement information 
gradually. Namely, the gene arrangement information including, as a part 
thereof, the extracted motif can be added to the input gene arrangement 
information, so that the extracted motif is reutilized to thereby improve a 
motif extracting efficiency for presuming functions and structures of 
genes. 

As a third aspect to achieve the aforementioned object, the 
present invention provides a recording medium recorded with a genetic 
motif extracting and processing program for realizing: a gene 
arrangement information inputting function for inputting at least one 
piece of gene arrangement information; a motif extracting function for 
extracting a genetic motif from the gene arrangement information input 
by the gene arrangement information inputting function; a gene 
arrangement information retrieving function for retrieving, based on the 
motif extracted by said motif extracting function, gene arrangement 
information including said motif as a part thereof, from a gene 
arrangement information database; and a gene arrangement information 
adding function for adding, the gene arrangement information retrieved 
by the gene arrangement information retrieving function, to the gene 
arrangement information input by the gene arrangement information 
inputting function. 

In this respect, the term "recording medium" means a medium, 
which is capable of assuredly recording electronic information and also 
assuredly taking out the recorded electronic information as required, and 
which includes a mobile recording medium such as magnetic tape, 
magnetic disk, magnetic drum, IC card, and CD-ROM. 

According to such a constitution, the recording medium is 
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recorded with the genetic motif extracting and processing program for 
realizing the gene arrangement information inputting function, motif 
extracting function, gene arrangement information retrieving function, 
and gene arrangement information adding function. Thus, Those who 
obtained the recording medium such a program can readily construct the 
motif extracting and processing apparatus according to the present 
invention, utilizing a general computer system. 

Further objects, features and advantages of the present invention 
will become more apparent from the following description of preferred 
embodiments when read in conjunction with the accompanying drawings. 

BRIEF DESCRIPTION OF THE DRAWINGS 

FIG. 1 is a constitutional view of a genetic motif extracting and 
processing apparatus according to the present invention; 

FIG. 2 is a flowchart of working procedures for conducting motif 
extraction; 

FIG. 3 is an explanatory view of an initial screen; 

FIG. 4 is an explanatory view of the initial screen input with 
multiple alignment data; 

FIG. 5 is an explanatory view of an edition screen; 

FIG. 6 is an explanatory view of a situation where a motif 
extraction range is designated by arrangement; 

FIG. 7 is an explanatory view of a situation where a motif 
extraction range is designated by a rectangular region; 

FIG. 8 is an explanatory view of an extraction result display 
screen; 

FIG. 9 is an explanatory view of an extraction result display 
screen where a retrieval target motif has been designated; 

FIG. 10 is an explanatory view of a retrieval result display screen; 

FIG. 11 is an explanatory view of a retrieval result display screen 
where the arrangement to be reutilized has been designated; and 

FIG. 12 is an explanatory view of a situation where the 
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arrangement to be reutilized is added to the multiple alignment data. 

BEST MODE FOR CARRYING OUT THE INVENTION 

The present invention will be described hereinafter in more detail, 
with reference to the accompanying drawings. 

FIG. 1 shows a constitution of a genetic motif extracting and 
processing apparatus (hereinafter called "motif extracting and processing 
apparatus") according to the present invention. 

The motif extracting and processing apparatus is constituted of an 
electronic computer comprising at least a central processing unit (CPU) 
and a memory, and executes various processing accompanying to a motif 
extraction operation according to a program loaded onto the memory. 
The motif extracting and processing apparatus comprises a data inputting 
part 10 (gene arrangement information inputting means, process and 
function), a data editing part 12, an automatic alignment part 14, a motif 
extracting part 16, an extraction result processing part 18, a motif 
retrieving part 20, a displaying device 22, a printing device 24, a motif 
database 26 (motif storing means), and a gene arrangement information 
database 28 (gene arrangement information storing means). 

The data inputting part 10 is constituted of a keyboard and a 
mouse, for example, to thereby provide a data inputting function for 
inputting at least one gene arrangement data as a motif extraction target. 

For the gene arrangement data input via the data inputting part 10, 
the data editing part 12 provides a data editing function (gene 
arrangement information editing means), an extraction range designating 
function (motif extraction range designating means), a parameter setting 
function, a data displaying function, an external data inputting function, 
and a data reading function. To conduct various editions to the gene 
arrangement data, the data editing function provides an alignment 
achieving function based on a manual operation, such as to add a new 
gene arrangement data to a plurality of input gene arrangement data, to 
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delete an arbitrary one from the plurality of input gene arrangement data, 
and to replace an arbitrary one of the plurality of input gene arrangement 
data. To designate a motif extraction range, the extraction range 
designating function provides functions such as to specify a gene 
arrangement data as a motif extraction target within a plurality of gene 
arrangement data, and to designate a range of aligned gene information 
in rectangle. The parameter setting function provides a function for 
setting various parameters in order to conduct an automatic motif 
extraction. To establish an interface between the motif extracting and 
processing apparatus and a user, the data displaying function provides a 
function for displaying the gene arrangement data under edition on the 
displaying device 22. To enable reutilization of retrieved gene 
arrangement, the external data inputting function provides a function for 
inputting data from the motif retrieving part 20. To effectively utilize an 
existing multiple alignment data, the data reading function provides a 
function for reading the multiple alignment data from a file. 

The automatic alignment part 14 cooperates with the data editing 
part 12 to thereby provide a function (alignment means) for automatically 
aligning gene arrangement data with one another. Thus, it is 
unnecessary to input alignment-processed gene arrangement data into 
the data editing part 12, and for example, it is possible to conduct an 
alignment-processing by the automatic alignment function after reading a 
plurality of gene arrangement data from the file. 

The motif extracting part 16 provides an automatic extracting 
function (motif extracting means, process and function) for automatically 
extracting a motif for a motif extraction range designated by the 
extraction range designating function of the data editing part 12. 

For the motif automatically extracted (hereinafter called "extracted 
motif") by the motif extracting part 16, the extraction result processing 
part 18 provides a database registering function (motif registering 
means), a database referring function, a data displaying function and a 
data printing function. The database registering function provides a 
function for registering the extracted motif into the motif database 26. 
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The database referring function provides a function for referring to an 
arbitrary motif within those motifs registered in the motif database 26. 
The data displaying function provides a function for displaying the 
extracted motif or the motif as referred to (hereinafter called "referred 
motif"), on the displaying device 22. Note, the database referring function 
and the data displaying function cooperatively constitute motif displaying 
means. The data printing function provides a function for outputting the 
extracted motif or the referred motif to the printing device 24. Further, 
the extraction result processing part 18 is capable of editing the 
extracted motif, making use of the data editing function of the data 
editing part 12 (motif editing means). 

To retrieve gene information including therein the extracted motif 
from the gene arrangement information database 28, the motif retrieving 
part 20 provides a retrieving range designating function, a retrieval 
executing function (gene arrangement information retrieving means, 
process and function), an output-data designating function, and a data 
displaying function. The retrieving range designating function provides a 
function for designating a retrieval target motif among a plurality of 
extracted motifs. The retrieval executing function provides a function for 
retrieving the gene arrangement information database 28, based on the 
motif designated by the retrieving range designating function. The 
output-data designating function provides a function for designating a 
retrieval result to be added to the multiple alignment data, via the 
external data inputting function of the data editing part 12. Note, the 
external data inputting function of the data editing part 12 and the 
output-data designating function of the motif retrieving part 20 
cooperatively constitute gene arrangement information adding means, 
process and function. The data displaying function provides a function for 
displaying data on the displaying device 22, such as to provide an 
interface for a user, or to display a retrieval result. 

The gene arrangement information database 28 comprises a gene 
arrangement database 28a and a three-dimensional structure database 
28b. The gene arrangement database 28a is registered with clarified 
gene arrangement information. The three-dimensional structure database 
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28b is also registered with clarified gene arrangement information which 
is structural information comprising a coordinate data which 
three-dimensionally describes the structure of the clarified gene 
arrangement. 

There will be now described an operation of the motif extracting 
and processing apparatus having a constitution as described above, 
based on the flowchart of working procedures shown in FIG. 2. 

At step 1 (to be abbreviated as "S1" in the figure, and so forth), 
gene arrangement data is input. 

When the motif extracting and processing apparatus is activated, 
an initial screen 30 as shown in FIG. 3 is displayed. The initial screen 30 
is constituted to include a data displaying part 32, a "File Input" button 
34, an "Automatic Alignment" button 36, a "Motif Extraction" button 38, a 
"Data Edition" button 40 and a "Setting" button 42. The input gene 
arrangement data is displayed on the data displaying part 32. The "File 
Input" button 34 is clicked when the data reading function is started so 
as to read gene arrangement data from a file. The "Automatic Alignment" 
button 36 is clicked when the alignment function of the automatic 
alignment part 14 is started so as to conduct the alignment-processing 
for the input gene arrangement data. The "Motif Extraction" button 38 is 
clicked when the automatic extracting function of the motif extracting part 
16 is started so as to automatically extract a motif from the input gene 
arrangement data. The "Data Edition" button 40 is clicked when the data 
editing function is started so as to edit the input gene arrangement data. 
The "Setting" button 42 is clicked when the parameter setting function is 
started so as to set various parameters required when extracting a motif. 

To input gene arrangement data, two types of methods are 
provided as follows. A first method is to input gene arrangement data 
from a file. Namely, when the "File Input" button 34 of the initial screen 
30 is clicked, a file designating screen (not shown) is displayed. Then, 
when a file name is designated on the file designating screen, gene 
arrangement data is read out from the designated file and the read out 
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gene arrangement data is displayed on the data displaying part 32 as 
shown in FIG. 4. A second method is to directly input gene arrangement 
data, making use of the data inputting function of the data inputting part 
10. Namely, when the "Data Edition" button 40 of the initial screen 30 is 
clicked, there is displayed an edition screen 50 for conducting various 
editions of gene arrangement data as shown in FIG. 5 (the details of 
edition screen 50 will be described later). Then, gene arrangement data 
is input directly through the data inputting part 10, making use of a part 
of the data editing function. 

At step 2, there are conducted various editions of the input gene 
arrangement data. 

When the "Data Edition" button 40 of the initial screen 30 is 
clicked, the data editing function of the data editing part 12 is started and 
the edition screen 50 shown in FIG. 5 is displayed. The edition screen 50 
is constituted to include a data displaying part 52, an "Add Data" button 
54, an "Automatic Alignment" button 56, a "Motif Extraction" button 58 
and a "Setting" button 60. Here, the data displaying part 52, "Automatic 
Alignment" button 56, "Motif Extraction" button 58 and "Setting" button 60 
are substantially identical with the data displaying part 32, "Automatic 
Alignment" button 36, "Motif Extraction" button 38 and "Setting" button 42 
of the initial screen 30, respectively, and the explanation thereof shall be 
omitted. The "Add Data" button 54 is clicked when the data reading 
function is started so as to newly add gene arrangement data from a file, 
into the gene arrangement data displayed on the data displaying part 52. 

On the edition screen 50, for example, it is possible to insert a 
gap (represented by "-" in the figure) into an arbitrary position, or to 
replace arbitrary gene information. Further, in a case that new gene 
arrangement data is added into the multiple alignment data, a file 
designating screen (not shown) is displayed when the "Add Data" button 
54 is clicked. Then, when a file name is designated on the file 
designating screen, gene arrangement data is read out from the 
designated file, and the read out gene arrangement data is displayed on 
the data displaying part 52. Note, the gene arrangement data to be 
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added may be the multiple alignment data. 

At step 3, there is designated, if necessary, a range of the 
multiple alignment data from which a motif is extracted. 

When no ranges are designated, the whole of the multiple 
alignment data displayed on the data displaying part 52 is a motif 
extraction target. In fact, however, there exists such a situation where 
only a part of the multiple alignment data is desired to be a motif 
extraction target. In such a situation, the range designation can be 
conducted by the following two types of methods so as to define a motif 
extraction target by the extraction range designating function. As shown 
in FIG. 6, a first method is to designate at least one alignment data in the 
multiple alignment data, by making use of a pointing device such as a 
mouse. As shown in FIG. 7, a second method is to designate a motif 
extraction target by surrounding with a rectangular region, by making use 
of a pointing device. Note, when the once designated motif extraction 
target is to be changed, another motif extraction target may be newly 
designated. 

At step 4, automatic extraction of a motif is conducted. 

When the "Motif Extraction" button 38 of the initial screen 30 or 
the "Motif Extraction" button 58 of the edition screen 50 is clicked, the 
automatic extracting function of the motif extracting part 16 is started, 
and a motif is automatically extracted from the multiple alignment data. If 
a motif extraction target has been designated at this time, a motif is 
extracted from within the designated range. 

At step 5, the motif extraction result is displayed. 

The automatically extracted motif is displayed on an extraction 
result display screen 70 as shown in FIG. 8, by the data displaying 
function of the extraction result processing part 18. The extraction result 
display screen 70 is constituted to include an extraction result displaying 
part 72, an extracted motif displaying part 74, an "Output to File" button 
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76, a "Database Retrieve" button 78 and an "Alignment Data Input" 
button 80. An extraction parameter 72a, an analysis result 72b and the 
like are displayed on the extraction result displaying part 72. A list of 
extracted motifs is displayed on the extracted motif displaying part 74. 
The "Output to File" button 76 is clicked when the data printing function 
is started so as to output the extraction result to the printing device 24, 
or when the database registering function is started so as to register the 
extraction result into the motif database 26. The "Database Retrieve" 
button 78 is clicked when the retrieval executing function of the motif 
retrieving part 20 is started so as to retrieve the gene arrangement 
information database 28. The "Alignment Data Input" button 80 is clicked 
when the currently displayed alignment data is to be cancelled so that an 
alignment data is then newly read out from a file so as to conduct motif 
extraction. 

At step 6, the motif extraction result is output. 

Namely, there is conducted such a procedure outputting the motif 
extraction result being displayed on the extraction result display screen 
70 to the printing device 24 or registering the motif extraction result 
being displayed on the extraction result display screen 70 into the motif 
database 26. In order to output the motif extraction result, the "Output to 
File" button 76 of the extraction result display screen 70 is clicked to 
thereby display an output destination designating screen (not shown) for 
designating an output destination. By designating an output destination 
on the output destination designating screen, the motif extraction result 
is output to the printing device 24 or registered into the motif database 
26. 

At step 7, there is conducted a comparison of the motif extraction 
result with the existing motif extraction result. 

Namely, the motif extraction result is compared with the existing 
motif extraction result already registered in the motif database 26, to 
thereby conduct an operation to specify such as a gene function to be 
presumed by the motif. 
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At step 8, there is designated a retrieval target to be retrieved in 
the gene arrangement information database 28. 

Namely, as shown in FIG. 9, when one of the listed motifs 
displayed on the extracted motif displaying part 74 is clicked, a mark 74a 
(depicted by "*" in the figure) is attached to a heading portion of the 
clicked motif so as to indicate that this motif is designated. To change 
the motif as the retrieval target, another motif is clicked to newly 
designate the same as a new retrieval target. Note, it is allowed to 
designate a plurality of motifs as retrieval targets. 

At step 9, motif retrieval is conducted. 

Namely, when the "Database Retrieve" button 78 is clicked after 
the motif as the retrieval target is designated, the gene arrangement 
information database 28 is retrieved based on the designated motif. At 
this time, which of the gene arrangement database 28a and the 
three-dimensional structure database 28b constituting the gene 
arrangement information database 28 is to be retrieved, can be arbitrarily 
selected by clicking the "Alignment Data Input" button 80. 

At step 10, the retrieval result of the gene arrangement 
information database 28 is displayed. 

The retrieval result of the gene arrangement information database 
28 is displayed on a retrieval result display screen 90 by the data 
displaying function of the motif retrieving part 20, as shown in FIG. 10. 
The retrieval result display screen 90 is constituted to include a motif 
displaying part 92, a retrieval result displaying part 94, an "Output to 
File" button 96, an "Add to Alignment" button 98, a "Display Entry 
Contents" button 100, and a "Database Retrieve" button 102. The motif 
as the retrieval target of the gene arrangement information database 28 
is displayed on the motif displaying part 92. The retrieval result based on 
the gene arrangement information database 28 is displayed on the 
retrieval result displaying part 94. The "Output to File" button 96 is 
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clicked when the retrieval result is to be output to the printing device 24 
or registered to the motif database 26. The "Add to Alignment" button 98 
is clicked when the retrieval result is to be added to the multiple 
alignment data, through the external data inputting function of the data 
editing part 12. The "Display Entry Contents" button 100 is clicked when 
an entry is to be displayed. The "Database Retrieve" button 102 is 
clicked when refining retrieval is to be conducted for the gene 
arrangement information database 28. 

At step 11, the gene arrangement data to be reutilized is 
designated. 

Namely, as shown in FIG. 11, when the gene arrangement data to 
be reutilized is clicked on the retrieval result display screen 90, a mark 
"*" is attached to a heading portion of the designated gene arrangement 
data. Then, when the "Add to Alignment" button 98 is clicked, the 
designated gene arrangement data is captured through the external data 
inputting function of the data editing part 12, and added to the lowermost 
row of the multiple alignment data as shown in FIG. 12. 

Thereafter, the steps 2 through 11 are repeated to clarify 
functions and structures of genes. 

According to the aforementioned motif extracting and processing 
apparatus, it becomes possible, on an integrated system, to conduct a 
series of processing of multiple alignment data input, motif extraction, 
and database retrieval based on the extracted motif. By utilizing the data 
editing function of the data editing part 12, it becomes possible for users 
to conduct precise setting for motif extraction from the input multiple 
alignment data. The user f s interface provided by the displaying device 22 
is utilized to make it possible to repeatedly perform motif extraction while 
visually confirming the extracted motif, and/or to perform, on the 
displaying device 22, comparison of the extraction result thereon with the 
previously executed extraction result. Further, the retrieval executing 
function of the motif retrieving part 20 is utilized to facilitate the 
database retrieval motif by motif, and the data displaying function is 
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utilized to facilitate looking through the registered contents of the 
database for the retrieved data. As a result, it becomes possible to 
conduct motif extraction for presuming functions and structures of gene 
arrangements, effectively and flexibly in response to the demand of 
users. 

By recording a program for realizing such functions into a mobile 
recording medium such as magnetic tape, magnetic disk, magnetic drum, 
IC card, CD-ROM, the motif extracting and processing program according 
to the present invention can be distributed in the market. Those having 
obtained such a medium can readily construct the motif extracting and 
processing apparatus, utilizing a general computer system. 

INDUSTRIAL APPLICABILITY 

As described above, the genetic motif extracting and processing 
apparatus and the genetic motif extracting and processing method 
according to the present invention are extremely useful, in that they can 
improve a motif extracting efficiency for presuming functions and 
structures of genes. Further, the recording medium recorded with the 
genetic motif extracting and processing program is extremely useful in 
that the same allows to readily construct the motif extracting and 
processing apparatus, utilizing a general computer system. 
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